Polyribonucleotide segments, about 60 nucleotides long and consisting of about 95% adenylic acid residues, were isolated from whole cell ribonucleic acid of the deuteromyceteous fungus Trichoderma viride. Similar findings in two other groups of the true fungi raise the possibility that short polyadenylate sequences may be a feature of these relatively simple organisms.
Polyadenylate [poly(A) ]-containing messenger (ribonucleic acid) RNA species have been found in eukaryotes ranging from mammals (3, 13) , vascular plants and algae (19) to slime molds (4) and true fungi (12) . Poly(A) sequences have also been demonstrated in viruses (16) and in mitochondria of mammals and insects (8) . The length of poly(A) segments in messenger RNA molecules from various organisms ranges from 35 to 250 nucleotides. The biological significance of this size variation is not yet clear. Although short segments have been found attached to a few specific messenger RNAs in certain higher organisms (7, 9) , generally speaking, the average nucleotide length of the poly(A) population within an organism seems to increase with increasing genome complexity (5, 20) .
The fungi have classically been considered to be among the simplest eukaryotes. Their haploid genome is quite small, being only about 2 to 10 times more complex than the average bacterial genome (21) . Likewise, large heterogenous nuclear RNA could not be detected in these organisms (6) . As part of an investigation of differentiation during conidial germination in Trichoderma viride (18), we have isolated and characterized poly(A) sequences from whole cell RNA extracted from conidia labeled with 32P1 or [14C Jadenosine. We wish to report here that the average poly(A) sequence of this hyphal fungus is about 60 nucleotides long.
T. viride conidia were germinated as previously described (18) . Nineteen hours after inoculation, the germinated conidia were labeled for 15 to 20 min with 0.1 mCi "2P1 or 0.2 ACi of [14C ]adenosine per ml of medium. RNA extraction and poly(A) isolation were carried out by two different methods: (i) RNA of cells labeled 15 min with radioactive precursor was extracted with tri-isopropyl-naphthalene-sulfonatephenol as described by Loening (10) . Deoxyribonuclease treatment, pancreatic, and T1 ribonucleases digestion of the whole cell RNA, and poly(A) isolation by binding to and eluting from cellulose nitrate membrane filters (Millipore Corp.) (repeated twice), were as described by Sagher et al. (19) . (ii) RNA of cells labeled 20 min with radioactive precursor was extracted with sodium dodecyl sulfate-hot phenolchloroform as described by McLaughlin et al. (cf. 12 and references therein). Deoxyribonuclease and ribonucleases treatments were performed as in (i) followed by isolation of poly(A) by oligodeoxythymidylate (oligo-dT) cellulose chromatography according to Aviv et al. (1) . The final products obtained by the two methods were then characterized as to their nucleotide composition, electrophoretic mobility on polyacrylamide gels, and sedimentation through sucrose gradients as previously described (19) . Figure 1 shows the 32P1-nucleotide composition of the ribonuclease-resistant and Millipore membrane bound RNA fraction [method (i)].
As can be seen, more than 95% of the radioactivity associated with the ribonucleotides co-electrophoresed with adenylic acid. Similar results were obtained by method (ii) (C = 0.1%, A = 94.6%, G = 4.6%, U = 0.7%). This fraction represents about 0.3 to 0.5% of the total radioactivity in the newly synthesized RNA.
To determine the average size of the radioactive adenylate segments, the ribonucleaseresistant fraction was analyzed by both polyacrylamide gel electrophoresis and sedimentation velocity through sucrose with various marker RNAs. We observed that about 80% of the total poly(A) sequences of Trichoderma RNA obtained by oligo-dT or membrane filtration migrated on a gel to a position between 4S and 5S Escherichia coli RNA (Fig. 2A) (14) may also be present in such preparations.
Our data for the deuteromyceteous fungus Trichoderma complement those obtained for two other true fungi of different systematic groups: Saccharomyces (12, 17) and Achlya (20) . In all three cases poly(A) segments 40 to 60 nucleotides long were found which accounted for a large percentage of the poly(A) in these cells. It is possible that short poly(A) segments will be found to be a general feature of fungal messenger RNAs, conceivably reflecting the simple genome (21) of these organisms.
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